The red-legged partridge (Alectoris rufa) is an endemic species of Western Mediterranean. It occurs naturally throughout Iberian Peninsula, France, and northwestern Italy (Randi & Bernard-Laurent 1999) , and constitutes an important prey species for a variety of endangered vertebrates.
Once abundant, red-legged partridge populations have markedly declined in recent years because of human activities mostly related with habitat destruction and hunting (Potts 1980) . The red-legged partridge is the most popular game bird in the Iberian Peninsula, and millions of captive-bred individuals are yearly released to reinforce wild populations (Negro et al. 2001 ). Hybridization of A. rufa with other species of the genus, including A. graeca, A. chukar, and A. barbara, is relatively common in the wild, but also deliberately induced by humans (Randi & Bernard-Laurent 1999; Negro et al. 2001 ). At present, the potential effects of reintroductions and hybridization on wild populations are largely unknown from a genetic perspective. Here, we report the first microsatellite loci available for examining population genetic structure and hybridization in A. rufa.
To obtain microsatellite sequences, a genomic library enriched for GT repeats was constructed based on the protocols of Ostrander et al. (1992) and Hamilton et al. (1999) , with minor modifications. Briefly, genomic DNA was extracted from fresh muscle following a standard phenol-chloroform method. Purified DNA was simultaneously digested with Rsa I and Pvu II restriction enzymes (New England Biolabs), and ligated onto SNX oligonucleotide adaptors (Hamilton et al. 1999) . (CA) 12 biotinylated probes were hybridized to digested DNA, and selectively retained using streptavidin A total of 27 out of the 30 positive clones contained microsatellites (GenBank accession numbers AY837847-AY837868). Of these, 13 were perfect, and 14 were compound. A total of six microsatellite loci containing perfect GT repeats were selected for further characterization (Table1). The corresponding PCR primers were designed using PRIMER3 software (Rozen & Skaletsky 1998) . PCR amplifications were optimized for each locus, and consisted of 40 cycles of denaturation at 95ºC for 45 s, annealing at 60-65 ºC for 45s, and extension at 72ºC for 1 min. Cycles were followed by a final Table 1 . Observed and expected heterozygosities were estimated using GENETIX version 4.05 (Belkir et al. 2000) . The probabilities of departure from Hardy-Weinberg equilibrium (P HW ), and of genotypic disequilibrium between pairs of microsatellites were assessed with GENEPOP version 3.3 (Raymond & Rousset 1995) using 5000 dememorizations, 500 batches and 500 iterations per batch. Sequential Bonferroni corrections (Rice 1989) were applied for all multiple tests performed simultaneously.
The number of identified alleles for the six scored loci ranged from 3 to 13 (average = 8). Observed heterozygosity ranged from 0.2 to 0.6. Genotypes at two loci (ARU1.9 and ARU1.27) differed significantly from HW expectations. One pairwise test of genotypic disequilibrium (ARU1.19 vs.
ARU1.29) was statistically significant. The three sampled groups were also analyzed separately to explore microsatellite variation and genetic structure among different brooding (wild and farming) types. Levels of observed heterozygosity were higher in the wild population (mean observed heterozygosity per population, H o = 0.469 0.078 and mean expected heterozygosity per population H E = 0.508 0.083, respectively) and the farm in Gonzalez et al., p. 6 Castilla -León (H o = 0.586 0.104; H E =0,551  0.096). In contrast, the farm in Catalonia showed lower heterozygosity levels (H o = 0.313 0.271, H E =0,381 0.282) that may be tentatively attributed to inbreeding, but larger samples sizes need to be analyzed to confirm this hypothesis.
All six microsatellite loci were also genotyped in six individuals of rock partridge (A. graeca) from Kavala (Greece) under the same PCR conditions designed for A. rufa, and all loci were found to be polymorphic in the crossspecies amplification. We observed a similar allelic size distribution at five microsatellite loci between the two species, whereas the locus ARU1.27 presented a disjointed distribution. This result may indicate possible exclusive alleles both for the red-legged and rock partridges, but larger samples sizes are required to fully confirm these results. Since the studied microsatellites are polymorphic in both species, and some of the alleles for locus ARU1.27 may be likely diagnostic of the species, it is expected that the new nuclear markers will provide useful information for future studies on the population genetics of the red-legged partridge, and its hybridization with A. graeca, as well as help in the management of breeding farms. 
